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Ion #1: Mass 187 JcH 3 -(CH 2 ) 5 -CH-0-Si-(CH 3 )^J 
Ion #2: Mass 299 

r- 11 "I 

E:H 3 )3-Si-0-CH-CH 2 -CH=CH-(CH 2 ) 7 -C-0-CH 3 



Ion #3: Mass 270 (characteristic rearrangement ion) 

|cH 2 -CH=CH-(CH 2 ) 7 -C-0-CH3j 
O 

Si-(CH 3 ) 3 

ion #4: Mass 185 (desatu rated analog of ion #1) 

|cH 3 -(CH 2 ) 2 -CH=CH-CH 2 -CH-0-Si-(CH 3 ) 3 j 

Ion #5: Mass 298 (elongated analog of Ion #3) 

jcH 2 -CH=CH{CH 2 )g-C-0-CH 3 ^ 

O 
I 

Si-(CH 3 ) 3 

Ion #6: Mass 327 (elongated analog of ion 

O 

r- !l n 

(CH 3 ) 3 -Si-0-CH-CH 2 -CH=CH-(CH 2 ) g -C-0-CH 3 
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Figure 4A Mass spectrum of peak 10 from figure 3B 
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Mass spectrum of peak 11 from figure 3B 
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4C Mass spectrum of peak 12 from figure 3B 
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Mass spectrum of peak 13 from figure 3B 
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LFFAH12 1 MGAGGRIM-- - - VTPSSKKS - - ETEALKRG PCEKPPFTVK DLKKAI PQHC 50 

FAH12 1 MGGGGRMSTV ITSNNSEKKG - - GSSH LKRA PHTKPPFTLG OLKRAIPPHC 50 

ATFAD2 1 MGAGGRMP- - - - VPTSSKKS - - ETDTTKRV PCEKPPFSVG OLKKAIPPHC 50 

BNFAD2 1 MGAGGRMQ- - - - VSPPSKKS --ETDNIKRV PCETPPFTVG ELKKAI PPHC 50 

GMFAD2-1 1 MGLA- KETTM GGRGRVAKVE VQGKKPLSRV PNTKPPFTVG QLKKAI PPHC 50 

GMFAD2- 2 1 MGAGGR TDVPPANRKS - - EVDPLKRV PFEKPQFSLS QIKKAIPPHC 50 

ZMFAD2 1 MGAGGRMTEK EREKQEQLAR ATGGAAMQRS PVEKPPFTLG QIKKAIPPHC 50 

RCFAD2 1 50 
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ATFAD2 51 FKRSIPRSFS YLISDI 1 1 AS CFYYVATNYF SLLPQPLS-Y LAWPLYWACQ 100 

BNFAD2 51 FKRSIPRSFS HLIWDIIIAS CFYYVATTYF PLLPNPLS-Y FAWPLYWACQ 100 

GMFAD2 - 1 51 FQRSLLTSFS YV V YDLSFAF I FY - 1 ATTY F HLLPQPFS- L IAVJPIYWVLQ 100 

GMFAD2-2 51 FQRSVLRSFS YVVYDLTIAF CLYYVATHYF HLLPGPLS-F RGMAI YWAVQ 100 

ZMFAD2 51 FERSV LKSFS YVVHDLVIAA ALLYFALAI I PALPSPLR-Y AAWPLYWIAQ 100 
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ATFAD2 151 HHSNTGSLER DEVFVPKQKS AIKWYGKYL- NNPLGRIMML TVQFVLGWPL 200 

BNFAD2 151 HHSNTGSLER DEVFVPR-RS QTSSGTAST - STTFGRTVML TVQFTLGWPL 200 

GMFAD2-1 151 HHSNTGSLDR DEVFVPKPKS KVAWFSKYL- NNPLGRAVSL LVTLTIGWPM 200 

GMFAD2-2 151 HHSNTGSLER DEVFVPKQKS CI KWYSKYL- NNPPGRVLTL AVTLTLGWPL 200 
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BNFAD2 201 YLAFNVSGRP YDGGFACHFH PNAPI YNDRE RLQIYISDAG I LAVCYGLLP 250 

GMFAD2-1 201 YLAFNVSGRP YDS- FASHYH PYAP I YSNRE RLLI YVSDVA LFSVTYSLYR 250 

GMFAD2-2 201 YLALNVSGRP YDR- FACHYD PYGP I YSDRE RLQIYISDAG VLAVVYGLFR 250 

ZMFAD2 201 YLATNASGRP YPR- FACHFD PYGPI YNDRE RAQI FVSDAG V VAVAFGLYK 250 

RCFAD2 201 YLAFNVSGRP YDR- FACHYD PYGP I YNDRE RIEIFISDAG V LAVT FGLYQ 250 
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LFFAH12 251 YAASQGLTAM ICVYGVPLLI VNFFLVLVTF LQHTHPSLPH YDSTEWEWIR 300 

FAH12 251 ATMAKGLAWV MRI YGVPLL I VNCFLVMITY LQHTHPAI PR YGSSEWDWLR 300 

ATFAD2 251 YAAAQGMASM ICLYGVPLLI VNAFLVLITY LQHTHPSLPH YDSSEWDWLR 300 

BNFA02 251 YAAVQGVASM VCFLRVPLLI VNGFLVLITY LQHTHPSLPH YDSSEWDWLR 300 

GMFAD2- 1 251 VATLKGLVWL LCVYGVPLLI VNGFLVTITY LQHTHFALPH YDSSEWDWLK 300 

GMFAD2-2 251 LAMAKGLAWV VCVYGVPLLV VNGFLVLITF LQHTHPALPH YTSSEWOWLR 300 

ZMFAD2 251 LAAAFGVWWV VRVYAVPLLI VNAWLVLITY LQHTHPSLPH YDSSEWDWLR 300 

RCFAD2 251 LAI AKGLAWV VCVYGVPLLV VNSFLVLITF LQHTHPALPH YDSSEWDWLR 300 
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ATFAD2 301 GALATVDRDY GILNKVFHNI TDTHVAHHLF STMPHYNAME ATKAIKPILG 350 

BNFAD2 301 GALATVDRDY GI LNQGFHN I TOTHEAHHLF STMPHYHAME ATKAIKPILG 350 

GMFAD2- 1 301 GALATMDRDY GILNKVFHHI TDTHVAHHLF STMPHYHAME ATNAIKPILG 350 

GMFAD2-2 301 GALATVDRDY GILNKVFHNI TDTHVAHHLF STMPHYHAME ATKAIKPILG 350 

ZMFAD2 301 GALATMDRDY GI LNRVFHNI TDTHVAHHLF STMPHYHAME ATKAIRPILG 350 

RCFAD2 301 GALATVDRDY GILNKVFHNI TDTQVAHHLF 350 

360 370 380 390 400 

LFFAH12 351 DYYHFDGTPW YVAMYREAKE CLYVEPDTER GKKGVYYYNN K-L 400 

FAH12 351 EYYRYDGTPF YKALWREAKE CLFVEPDEGA PTQGVFWYRN KY- 400 

ATFAD2 351 DYYQFDGTPW YVAMYREAKE CI YVEPDREG DKKGVYWYNN K-L 400 

BNFAD2 351 EYYQFDGTPV VKAMWREAKE CI YVEPDRQG EKKGV FWYNN KL* 400 

GMFAD2-1 351 EYYQFDDTPF YKALWREARE CLYVEPDEGT SEKGVYWYRN KY- 400 

GMFAD2-2 351 EYYRFDETPF VKAMWREARE CIYVEPDQST ESKGV FWYNN KL- 400 

ZMFAD2 351 DYYHFDPTPV AKATWREAGE CIYVEPE--- ORKGV FWYNK KF* 400 
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Figure 10 



Xhol.Clal.Hindllf.Pstl.EcoRI.BamHI.Xbal.Sstl 




Plasmid name: pSLJ44026 
Piasmid size: 25.70 kb 
Constructed by: Jonathon Jones 
Construction date: 199 2 

Comments/References: Transgenic Research 1,285-297 (1992) 
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Xbal.Sphi.Xhol.NotLXmalll.BstXI.EcoRI.BstXI.XmallLBamHI.Sacl.Kpni.Hfncllli 




Figure 12 
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